Figure S1. Overlap of FOXP2 Targets
FOXP2 targets were identified in three separate chromatin immunoprecipitation genomic screens. The method was able to detect a signal when at least 10% of the genes in a list under investigation are under selection. Gene lists containing 100, 50, and 30 genes with 10, 5, and 3 known positives were analysed. A selection signal was detected in all populations for the 100 and 50 gene sets but only in CEU for the 30 gene set. Permutation test comparisons are shown and the dashed horizontal line represents the threshold of the -log 10 p value for multiple comparisons. Network shows FOXP2 targets (grey boxes) selected in CEU that are associated with cardiac arteriopathy.
Figure S5. Evidence of Positive Selection in FOXP2 Targets from Three Separate Chromatin Immunoprecipitation Genomic Screens Using a Ranking Strategy

Figure S9. Selection Signals in a 2 Mb Region on Chromosome 7 that Harbors the CNTNAP2 Gene
The first track shows the CNTNAP2 gene with its exonic and intronic boundaries (CCDS). The next three tracks show region of open chromatin and FOXP2 binding sites based on ChIP-Seq in two neural cell lines; PFSK-1 and SK-N-MC. FOXP2 binding sites are represented by vertical lines in these two tracks. The SNPs track displays variants that form a risk haplotype associated with language deficits in SLI4 (Specific Language Impairment 4; OMIM# 612514). The combined p value track was generated from the separate probabilities of Tajima's D, Fay and Wu's H and CLR and the threshold represented by the dashed line, incorporates the 5% FDR for each population. Peaks above the threshold in the graph represent regions (shaded areas) that are enriched with positive selection. The window on left shows a selected region in CEU. The one on the right is selected in all populations. Variants associated with the risk haplotype lie to the right of the second window. 
